. Multiple alignment of maize ZmPt1 to ZmPt13 proteins. Sequence alignment analysis was carried out using multiple alignment of DNAMAN 6.0 program. Identical amino acids are shaded and gaps are indicated by dots. Dark blue, red and light blue shading indicate identical, highly conserved and conserved amino acid residues, respectively. The predicted transmembrane (TM) segments were performed using the programs TMHMM.
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Gene Name Gene ID
BdPt1 Bradi1g00700.1 BdPt2 Bradi1g42610.1 BdPt3 Bradi1g52590.1 BdPt4 Bradi1g75020.1 BdPt5 Bradi1g75030.1 BdPt6 Bradi1g76010.1 BdPt7 Bradi2g45520.1 BdPt8 Bradi3g12590.1 BdPt9 Bradi3g27680.1 BdPt10 Bradi5g02730.1 BdPt11 Bradi5g02750.1 BdPt12 Bradi5g02760.1 BdPt13 Bradi5g02770.1 OsPt1 LOC_Os03g05620 OsPt2 LOC_Os03g05640 OsPt3 LOC_Osl0g30770 OsPt4 LOC_Os04gl0750 OsPt5 LOC_Os04gl0690 OsPt6 LOC_Os08g45000 OsPt7 LOC_Os03g04360 OsPt8 LOC_Osl0g30790 OsPt9 LOC_Os06g21920 OsPt10 LOC_Os06g21950 OsPt11 LOC_Os01g46860 OsPt12 LOC_Os03g05610 OsPt13 LOC_Os04g10800 SbPt1 Sb01g046890.1 SbPt2 Sb06g002800.1 SbPt3 Sb01g047910.1 SbPt4 Sb01g020580.1 SbPt5 Sb01g046900.1 SbPt6 Sb07g023780.1 SbPt7 Sb01g020570.1 SbPt8 Sb02g009880.1 SbPt9 Sb06g002560.1 SbPt10 Sb06g002540.1 SbPt11 Sb03g029970.1
